P-cats: prediction of catalytic residues in proteins from their tertiary structures.
P-cats is a web server that predicts the catalytic residues in proteins from the atomic coordinates. P-cats receives a coordinate file of the tertiary structure and sends out analytical results via e-mail. The reply contains a summary and two URLs to allow the user to examine the conserved residues: one for interactive images of the prediction results and the other for a graphical view of the multiple sequence alignment. P-cats is freely available at http://p-cats.hgc.jp/p-cats kino@ims.u-tokyo.ac.jp